Key indicators: single-crystal X-ray study; T = 294 K; mean (C-C) = 0.007 Å; disorder in main residue; R factor = 0.067; wR factor = 0.207; data-to-parameter ratio = 13.0.
There are two molecules in the asymmetric unit of the title compound, C 16 H 17 ClF 3 NO. The benzene ring in each molecule makes a dihedral angle of 66.6 (3) [116.3 (4) in the second molecule] with the plane of the cyclopropane ring. The F atoms of the CF 3 groups are disordered equally over two positions. The amide hydrogen is linked with the amide oxygen in another molecule by an intermolecular N-HÁ Á ÁO hydrogen bond. The packing can be described as a dimeric arrangement of molecules linked through N-HÁ Á ÁO hydrogen bonds.
Related literature
For related literature, see: Liu et al. (2006) ; Punja (1981) ; Zhang (2005) .
Experimental
Crystal data C 16 H 17 ClF 3 NO M r = 331.76 Triclinic, P1 a = 9.400 (2) Å b = 12.482 (3) Å c = 16.201 (4) Å = 70.910 (4) = 88.921 (5) = 72.517 (4) V = 1706.7 (7) Å 3 Z = 4 Mo K radiation = 0.25 mm À1 T = 294 (2) K 0.22 Â 0.18 Â 0.14 mm
Data collection
Bruker SMART CCD area-detector diffractometer Absorption correction: multi-scan (SADABS; Sheldrick,1996) T min = 0.945, T max = 0.967 8849 measured reflections 5945 independent reflections 3077 reflections with I > 2(I) R int = 0.023 Refinement R[F 2 > 2(F 2 )] = 0.067 wR(F 2 ) = 0.207 S = 1.09 5945 reflections 457 parameters 137 restraints H-atom parameters constrained Á max = 0.60 e Å À3 Á min = À0.45 e Å À3 Table 1 Hydrogen-bond geometry (Å , ). Data collection: SMART (Bruker, 1997); cell refinement: SMART; data reduction: SAINT (Bruker, 1997); program(s) used to solve structure: SHELXTL (Bruker, 2001); program(s) used to refine structure: SHELXTL; molecular graphics: SHELXTL; software used to prepare material for publication: SHELXTL. Fig. 1 . The molecular structure of (I), drawn with 30% probability ellipsoids. H atoms are drawn as spheres of arbitrary radius. supplementary materials sup-2 Refinement. Refinement of F 2 against ALL reflections. The weighted R-factor wR and goodness of fit S are based on F 2 , conventional R-factors R are based on F, with F set to zero for negative F 2 . The threshold expression of F 2 > 2sigma(F 2 ) is used only for calculating R-factors(gt) etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger.
Figures
(E)-3-(2-Chloro-3,3,3-trifluoroprop-1-enyl)-2,2-dimethyl-N-p-tolylcyclopropanecarboxamide
Special details

Fractional atomic coordinates and isotropic or equivalent isotropic displacement parameters (Å 2 )
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